Our study investigated the shared genetic etiology underlying type 2 diabetes (T2D) and major depressive disorder (MDD) by analyzing large-scale genome wide association studies statistics. A total of 496 shared SNPs associated with both T2D and MDD were identified at p-value ≤ 1.0E-07. Functional enrichment analysis showed that the enriched pathways pertained to immune responses (Fc gamma R-mediated phagocytosis, T cell and B cell receptors signaling), cell signaling (MAPK, Wnt signaling), lipid metabolism, and cancer associated pathways. The findings will have potential implications for future interventional studies of the two diseases.
INtrODUctION
Type 2 diabetes (T2D) and depression are prevalent chronic diseases and have been serious public health burdens around the world. The comorbidity between T2D and depression is proven by a series of epidemiological evidence [1] [2] [3] . Many studies indicate that the associations between T2D and depression are bidirectional and the presence of T2D increases the risk of depression, and vice versa [4] [5] [6] .
Despite improved understanding of shared origins of T2D and depression has been gained in recent years [7] [8] [9] [10] , more effort is needed to identify the shared genetic etiology underlying the two diseases. A wealth of large-scale genome wide association studies (GWAS) about T2D and major depressive disorder (MDD) have been produced in the past few years. These GWAS data provide opportunity to investigate the shared genetic etiology of the two diseases. In this study, we performed a bioinformatics analysis on single nucleotide polymorphisms (SNPs) for T2D and MDD on the basis of GWAS meta-analysis data. The overlapped SNPs for T2D and MDD were identified and functional enrichment analysis was then performed. The findings will benefit future mechanistic and interventional studies for both diseases.
rEsULts
During the identification of SNPs that are associated with MDD or T2D on the basis of independent DIAbetes Genetics Replication And Meta-analysis (DIAGRAM) or Psychiatric Genomics Consortium meta-GWAS statistics, multiple GWAS genetic association p-values ranging from 1.0E-10 to 1.0E-06 were set as cutoff criteria. The results were shown in Table 1 . It can be seen that when setting at p-value of 1.0E-06 as cutoff criteria, the number of identified SNPs is comparable. With improved p-values, the number of identified SNPs associated with T2D is significantly larger than MDD as shown in Table 1 . Using p-value threshold at 1.0E-10, we identified 2496 and 64 SNPs associated with T2D and MDD, respectively (Table  1) .
Through overlapping the identified SNPs associated with T2D or MDD, we obtained the number of overlapped SNPs associated with both diseases with different p-values as cutoff criteria. As shown in Table 1 , when setting the threshold at p-value ≤ 1.0E-09 and ≤ 1.0E-08, there were 1 and 10 overlapped SNPs between T2D and MDD, respectively. When setting the threshold at p-value ≤ 1.0E-07, 496 SNPs were identified to be associated with both diseases, which was significantly larger than random chance (overlapped p-value of 5.32E-08 and odds ratio = 1.08).
Among the overlapped 496 SNPs, there were 216 SNPs with annotated genes. The functional enrichment analysis of these genes was performed by using the Database for Annotation, Visualization and Integrated Discovery (DAVID) v6.7 [14] to conduct Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway and GO term enrichment analysis. For each of these KEGG pathways, information regarding pathway size, the total number of genes in the pathway, the Benjaminicorrected p-value, and the annotated genes were provided in Table 2 . We obtained significant enrichment of the annotated genes in 61 KEGG pathways. Notably, we observed that selected enriched KEGG pathways listed in Table 2 pertain to immune responses (Fc gamma R-mediated phagocytosis, T cell receptor signaling, B cell receptor signaling pathway), cell signaling (MAPK, Wnt signaling), lipid metabolism, as well as several cancer associated pathways.
DIscUssION
Based on the available meta-GWAS statistic for T2D and MDD, we performed a bioinformatics analysis to explore the shared genetic etiology underlying the two diseases. When setting the threshold at p-value ≤ 1.0E-07, 496 overlapped SNPs were identified to be associated with both T2D and MDD. Further functional enrichment analysis observed 61 KEGG pathways, including immune responses (Fc gamma R-mediated phagocytosis, T cell and B cell receptors signaling), cell signaling (MAPK, Wnt signaling), lipid metabolism, as well as several cancer associated pathways.
The findings gained supports from previous studies. First, abnormality in the immune and inflammation systems has been reported to be involved in the pathogenesis of both T2D and MDD [11] [12] [13] [14] [15] . Several pathways, including Fc gamma R-mediated phagocytosis, T cell and B cell receptors signaling, have been observed (Table 2 ). Oxidative stress caused by excessive reactive oxygen species (ROS) contribute to the pathogenesis of T2D and MDD. As crucial secondary messengers in signal transduction, ROS may also exert significant effect on inflammatory pathways through MAPK activation [16, 17] . Wnt signal has also been implicated in the development of both T2D and MDD [18] [19] [20] In addition, several cancer associated pathways have been found, which may arise from the epidemiologically observed close relationships between diabetes or depression and many types of cancer [21] [22] [23] .
There are some limitations in our study. First, the functional enrichment analysis of the shared genes of T2D and MDD is based on the accuracy and completeness of KEGG database. Thus, some genes possessing impacts on both diseases but not annotated in KEGG databases are not included. Second, although we employed two most comprehensive large-scale meta-GWAS statistics for T2D and MDD respectively, other GWAS not considered may potentially affect the results.
In summary, through bioinformatics analysis of two most comprehensive large-scale meta-GWAS statistic of T2D and MDD, we identified the overlapped SNPs and performed functional enrichment pathway of the annotated genes. The findings tentatively support the disease concordance between T2D and MDD indicated by epidemiological studies, and also have potential implications for future therapeutic strategies for the two diseases.
MAtErIALs AND MEtHODs
The identification of SNPs associated with T2D risk was based on the meta-GWAS statistics from the DIAGRAM consortium study, which was generated from a meta-analysis study covering 34,840 cases and 114,981 controls, overwhelmingly of European descent [24] . These T2D statistics provide more than 2 million SNPs on the basis of the calculation using HapMap project. The identification of SNPs associated with MDD was based on the meta-GWAS statistics from the Psychiatric Genomics Consortium study, the largest and most comprehensively genome-wide analysis of MDD yet conducted [25] . This study investigated more than 1.2 million autosomal and X chromosome SNPs in 18759 independent and unrelated subjects of recent European ancestry (9240 MDD cases and 9519 controls) in the MDD discovery phase. In the MDD replication phase, this study also evaluated 554 SNPs in independent 6,783 MDD cases and 50,695 controls [25] . To identify SNPs significantly associated with diseases, multiple cutoff p-value criteria were employed. SNPs identified by GWAS were compared to identify overlapped SNPs between T2D and MDD. As we know, for a given complex diseases, such as T2D and MDD, individual genetic variants may interpret only a very small amount of genetic risk. Thus, with the aim to more comprehensively identify SNPs with small effect sizes, a "relaxed" cutoff genetic association p-value of 1.0E-07 was employed as a criterion for identifying SNPs that are associated with risk for both T2D and MDD.
The location and mapped genes of each shared SNPs for T2D and MDD were obtained via the SingleNucleotide Polymorphism database (dbSNP) at the National Center for Biotechnology Information (NCBI). Then, functional enrichment analysis of obtained genes was performed by the DAVID v6.7 [26] to perform KEGG pathway and GO term enrichment analysis. The significance of pathway was calculated by statistical method of hypergeometric distribution, and P-value of 0.05 was set as the threshold of significance. Significant pathways and GO terms identified in enrichment analysis were compared between T2D and MDD to investigate shared pathways of these two disorders. 
